
Ec     1                         MIKSALLVLEDGTQFHGRAIGATGS-----------------------------------------------------AVGEVVFNTSMTGYQEILTDPSYSRQIVTLTYPHIGNVGTN---------------DADE------E-   71 
Tg     1     MPHSGGRRAVAPIYPLDLAGRLRPAMLVLADGTEFLGYSFGYPGS-----------------------------------------------------VGGEVVFNTGMVGYPESLTDPSYEGQILVLTYPLIGNYGVP-------------SSEKDEHGLPKYFE  100 
Pf     1 MYISFKYNLYIYIYIYIYIFVLIDFKTVGRLILEDGNEFVGYSVGYEGCKGNNSISCHKEYRNIINNDNSKNSNNSFCNNEENNLKDDLLYKNSRLENEDFIVTGEVIFNTAMVGYPEALTDPSYFGQILVLTFPSIGNYGIEK------------VKHDETFGLVQNFE  158 
Bb     1      MASEGMLCNSSFTFITRVDDSLPAKLLLQDGTEFNGYSFGYVDENYD------------------------------------------YAVLPNLSATGEVVFSTSMVGYAEALTDPSFLGQILVLTYPSVGNTGVPPSEQVSVIELDITLVQDELRCLRSGFE  123 
Tc     1                      MFGEKVKASLVLHGGECFEGYSFGYEES-----------------------------------------------------VAGEVVFATGMVGYPEAMTDPSYQGQILVLTSPMIGNYGIP-------------PIETDHFGLTKYFE   83 
Lm     1                       MEHYAKAELVLHGGERFEGYSFGYEES-----------------------------------------------------VAGEVVFATGMVGYPESLSDPSYHGQILVLTSPMVGNYGVP-------------RVEEDLFGVTKYFE   82 
Sc     1        MATIAPTAPITPPMESTGDRLVTLELKDGTVLQGYSFGAEKS-----------------------------------------------------VAGELVFQTGMVGYPESVTDPSYEGQILVITYPLVGNYGVPDMH---------LRDELVE-ELPRYFE  100 
Hs     1                            MAALVLEDGSVLRGQPFGAAVS-----------------------------------------------------TAGEVVFQTGMVGYPEALTDPSYKAQILVLTYPLIGNYGIP-------------PDEMDEFGLCKWFE   77 
                                       * *  *    *   *                                                           ***** * **** *  *****  ****** *  ** *                           ** 
 
                                                                                [                       T. gondii GATase indel                             ] 
Ec    72 SSQ--VHAQGLVIRDLP--LIASNFRNTEDLSSYLKRHNIVAIADIDTRKLTRLLREKGAQNGCIIAGDNPD----------------------------------------------------------------------AALALEKARAFPGLNGM-----------  156 
Tg   101 GDR--IYVRALVVADYDNAAVTAHFRAENSLSAWMNTHKVPAIAGVDTRALTKHLREVGCMLGKIVVLSEEEERRSGLSLSALA-----------------ALPSATAAEQRGENDATVTPDKAEARLRVERRQAALTMWEEAIRNKAKNLPWEDPNKD-----------  240 
Pf   159 SNK--IQVQGLVICEYSK--QSYHYNSYITLSEWLKIYKIPCIGGIDTRALTKLLREKGSMLGKIVIYKNRQHINKLYKEINLFDPGNIDTLKYVCNHFIRVIKLNNITYNYKNKEEFNYTNEMITNDSSMEDHDNEINGSISNFNNCPSISSFDKSESKNVINHTLLRD  324 
Bb   124 SSR--IHVNGFVCCDYS--IYESHWSSCKSLSSWLREERIPAISGIDTRALTKHLRNCGSTLARIIIGPKSR--------------------------------------------------------------------GLVSPRLLESSSFYDTNNP-----------  210 
Tc    84 SMGGEIHVSAVVVSEYCD--EPAHWQMWETLGQWLRRNNIPGIMMVDTRHIVLKLREMGTALGKVVVNDKDV-------------------------------------------------------------------------------PFFDPNVR-----------  161 
Lm    83 STDGRIHVSPVVVQEYCD--QPDHWEMYETLGAWLRKNKVPGMMMVDTRSIVLKLRDMGTALGKVLVAGNDV-------------------------------------------------------------------------------PFMDPNTR-----------  160 
Sc   101 SNR--IHIAGLVISHYT--DEYSHYLRKSSLGKWLQNEGIPAVYGVDTRSLTKHLRDAGSMLGRLSLEKSGS--------------------------------------------------------------DRTISRSSSWRSAFDVPEWVDPNVQ-----------  193 
Hs    78 SSG--IHVAALVVGECC--PTPSHWSATRTLHEWLQQHGIPGLQGVDTRELTKKLREQGSLLGKLVQNGTEP----------------------------------------------------------------------------SSLPFLDPNAR-----------  156 
         *    *     *           *      *  *      *     ***     **  *                                                                                               * *              
 
Ec   157 --DLAKEVT------------------TAEAYSWTQGSWTLTG----------------------------------------------------------------------------------------------------------GLPEAKKEDELPFHVVAYDFG  200 
Tg   241 --NLVALVS------------------RKEVRVYKS--------------------------------------------------------------------------------------------------------------------TVVDPNLRDVLILCVDCG  274 
Pf   325 KMNLITSSEEYLKDLHNCNFSNSSDKNDSFFKLYGICEYDKYLIDLEENASFHYNNVDEYGYYDVNKNTNILSNNKIEQNNNNENNKNNKNNNNNEVDYIKKDEDNNVNSKVFYSQYNNNAQNNEHTEFNLNNDYSTYIRKKMKNEEFLNLVNKRKVDHKEKIIVIVDCG  494 
Bb   211 --DLMRSLP------------------DPHPVLYTMSEIDGERYVTSYEFTVAELDDILSRDPCACHSSDLDVHFASKKKFCGYPNKPVNDCASG----------------------------------------------------SGSLYSSSLSLKGVTLVVIVDCG  308 
Tc   162 --HLVAEVS------------------TKTRSTYG---------------------------------------------------------------------------------------------------------------------------HGTLVILVIDMG  188 
Lm   161 --NLVAEVS------------------TKTRVTHG---------------------------------------------------------------------------------------------------------------------------HGTLRILVIDMG  187 
Sc   194 --NLVSKVS------------------INEPKLYVPPADNKH------------------------------------------------------------------------------------------------------------IELQTGPDGKVLRILAIDVG  235 
Hs   157 --PLVPEVS------------------IKTPRVFN--------------------------------------------------------------------------------------------------------------------------TGGAPRILALDCG  184 
            *                                                                                                                                                                   * * 
                                                                                    ↓  ↓                                    ↓                                                   ↓ 
Ec   201 AKRNILRMLVDRGCR-----LTIVPAQTSAEDVLKMNPDGIFLSNGPGDPAPCDYAITAIQKFL--ETDIPVFGICLGHQLLALASGAKTVKMKFGHHGGNHPVKDVEKNVVMITAQNHGFAVDEATLPAN--LRVTHKSLFDGTLQGIHRTDKPAFSFQGHPEASPGPH  361 
Tg   275 MKYNIYRQLLHSKFEHCNIILKVVPWDFDFG---NDEFDGLFISNGPGDPERCEKTVANIRRVM--ERKIPIFGICLGNQLLALAAGARTYKMKYGNRGMNQPVIDLRTSRCYITPQNHGFAVDESTLPRD--FLPLFVNANDRSNEGIIHRTLPFFSAQFHPEASGGPT  437 
Pf   495 IKNSIIKNLIRHGMDLP-LTYIIVPYYYNFN---HIDYDAVLLSNGPGDPKKCDFLIKNLKDSLT--KNKIIFGICLGNQLLGISLGCDTYKMKYGNRGVNQPVIQLVDNICYITSQNHGYCLKKKSILKRKELAISYINANDKSIEGISHKNGRFYSVQFHPEGNNGPE  658 
Bb   309 IKSNIIRLFLRMSPVQVR--ALVVPHNFDFN---RIPYDGLIISNGPGDPSDATVTIANLRRAM--ERTTPIFGICLGHQLMGLAAGAKTYKMRYGHRGFNQPCVDLRTSKCYMTSQNHGYAIDEETLPSE---WLRYCDANDGCVEGIIHMTYPWFSLQFHPEASGGPT  468 
Tc   189 VKLNSLRCLLKYDVT-----LIVVPHDWDIT---KETYDGLFISNGPGNPQMCTKTIEHVRWAIT--QDKPIFGICMGNQILALAAGGSTYKMKYGHRGQNQPSTSRSDGHVFITTQNHGFAVDFKSVSQDE-WEECFYNPNDDSNEGLRHRTKPFFSVQFHPEGRCGPQ  347 
Lm   188 VKLNQLRCLLKHDVT-----LIVVPHDWDIT---TELYDGLFITNGPGNPQMCTSTIRSVRWALQ--QDKPIFGICMGNQMLCPPAGGTTYKMKYGHRGQNQPCKCNIDDRVVITTQKPGFAVDFKTLPSDE-WEEYFTNSNDGSNEGLWHKTKPFCSVQFHPEGRCGPQ  346 
Sc   236 MKYNQIRCFIKRGVE-----LKVVPWNYDFT---KEDYDGLFISNGPGDPSVLDDLSQRLSNVL-EAKKTPVFGICLGHQLIARAAGASTLKLKFGNRGHNIPCTSTISGRCYITSQNHGFAVDVDTLTSG--WKPLFVNANDDSNEGIYHSELPYFSVQFHPESTPGPR  394 
Hs   185 LKYNQIRCLCQRGAE-----VTVVPWDHALD---SQEYEGLFLSNGPGDPASYPSVVSTLSRVLSEPNPRPVFGICLGHQLLALAIGAKTYKMRYGNRGHNQPCLLVGSGRCFLTSQNHGFAVETDSLPAD--WAPLFTNANDGSNEGIVHNSLPFFSVQFHPEHQAGPS  344 
          * *  *                **             **   ***** *                    * **** * *      *  ****  * ** * *           * **** *                   **   *** *   *  * *****  **  
                                  GATase Linker                                                                            ↓                                               ↓ 
Ec   362 DAAPLFDHFIELIEQYRKTAK                        MPKRTDIKSILILGAGPIVIGQACEFDYSGAQACKALREEGYRVILVNSNPATIMTDPEMADATYIEPIHWEVVRKIIEKERPDAVLPTMGGQTALNCALELERQGVLEEFGVTMIGATADAIDK  125 
Tg   438 DTFYLFGDFIASIMKAQTLK------QVHTTPFSFPQKF-------------QKVLLLGSGGLSIGQAGEFDYSGSQAIKALKEQNIFVVVVNPNIATVQTSQHMADRVYFLPVTDEFVTKVIEKEMPDGILCTFGGQTALNCAVKLHEQGVLAKFGCKILGSPIEAIIA  588 
Pf   659 DTSFLFKNFLLDIFNKKKQ------YREYLGYNIIYIK--------------KKVLLLGSGGLCIGQAGEFDYSGTQAIKSLKECGIYVILVNPNIATVQTSKGLADKVYFLPVNCEFVEKIIKKEKPDFILCTFGGQTALNCALMLDQKKVLKKNNCQCLGTSLESIRI  808 
Bb   469 DTLFLMRDFIYSLGKSGSIP---LHIRRHFTSRSMEG----------------GILLLSSGGISIGQAGEFDYSGSQAILALKESGAEVILVNPNVATVQTNHGLADVVYFE-LLLLIVSNIIEKERPDGIMCSFGGQTALNCGIDLYKSGILSKYNCEVLGTPIETIIN  618 
Tc   348 DTEYLFGGVIAHVKESKVK---------EAS-KYKP----------------RKVLVLGAGGIVIAQAGEFDYSGSQCLKALSEEGIETVLVNPNIATVQTDDEMADQIYFVPITAEAVERVIEKERPDGIMLAWGGQTALNCGLEMDRLGILKKYNVQVLGTPISTITV  491 
Lm   347 DTEYLFSEYVCRVKGSKVK---------EVA-KFKP----------------RKVLVLGAGGIVIAQAGEFDYSGSQCLKSLREEGMETVLINPNIATVQTDDEMADHIYFVPLTVEAVERVIEKERPDGILLGWGGQTALNCGVKLDELGVLKKYNVQVLGTPVSVIAV  490 
Sc   395 DTEFLFDVFIQAVKEFKYT-------QVLK-PIAFPGGLLEDNVKAHPRIEAKKVLVLGSGGLSIGQAGEFDYSGSQAIKALKEEGIYTILINPNIATIQTSKGLADKVYFVPVTAEFVRKVILHERPDAIYVTFGGQTALSVGIAMKDE--FEALGVKVLGTPIDTIIT  554 
Hs   345 DMELLFDIFLETVKEATAGNPGGQTVRERLTERLCPPGIPTPGSGLPP---PRKVLILGSGGLSIGQAGEFDYSGSQAIKALKEENIQTLLINPNIATVQTSQGLADKVYFLPITPHYVTQVIRNERPDGVLLTFGGQTALNCGVELTKAGVLARYGVRVLGTTVETIEL  511 
         *   **                                                 * ** **  * ********* *    * *      * *** ** **    **  ** *     *   *  * **      ********                 **     *   
 
Ec   508 AEDRRRFDVAMKKIGLETARSGIAHTMEEALAVAADVGFPCIIRPSFTMGGSGGGIAYNREEFEEICARGLDLSPT--------------------KELLIDESLIGWKEYEMEVVRDKNDNCIIVCSIENFDAMGIHTGDSITVAPAQTLTDKEYQIMRNASMAVLREI  275 
Tg   589 TEDRKVFAAKLEEIGEKVAESAAATNTEEAVQAAKAIGYPVLIRAAFALGGLGSGFAEDEETVRRICKEAFSHSSQ----------------------VFVDKSLKGWKEVEYEVVRDCKNNCITVCNMENLDPLGIHTGDSIVVAPSQTLSNEDYYRLRDTALKVIRHF  736 
Pf   809 TENRTLFAEKLKEINERIAPYGSAKNVNQAIDIANKIGYPILVRTTFSLGGLNSSFINNEEELIEKCNKIFLQTDN---------------------EIFIDKSLQGWKEIEYELLRDNKNNCIAICNMENIDPLGIHTGDSIVVAPSQTLSNYEYYKFREIALKVITHL  957 
Bb   619 TEDRALFNRKLAEIGERCAPSKVGTDVGSCISAAQELGYPVLVRTNYALGGFGSGLASDESELRSILSNIFSTSSCRKGGSDTTEAGSGSSFPVEDVCVYIDKALKGWKEIEFEIIRDNNDNCISPASMENFDPLGIHTGDSIVVAPAQTLTNGELYKYREIAFKIVRYL  788 
Tc   492 TEDRDLFRNALLQINEHVAKSLAVTSIEEAVGASKVIGFPLMLRAAYCLGGQGSGIVYNEEELRHKVGVALAVSPQ----------------------VLLEESVAGWKEVEYEVVRDIYDNCITVCNMENFDPMGTHTGESIVVAPLQTLTSDEYHMLRSASIKIIRHL  639 
Lm   491 TEDRELFRDTLLQINEQVAKSAAVTSVEEAVVASKDIGFPMMVRAAYCLGGQGSGIVENMAELRHKVEVALAASPQ----------------------VLLEESVAGWKEIEYEVVRDIYDNCITVCNMENFDPMGVHTGESIVVAPSQTLSNDEFHHLRSASIKIIRHL  638 
Sc   555 TEDRELFSNAIDEINEKCAKSQAANSVDEALAAVKEIGFPVIVRAAYALGGLGSGFANNEKELVDLCNVAFSSSPQ----------------------VLVEKSMKGWKEVEYEVVRDAFDNCITVCNMENFDPLGIHTGDSIVVAPSQTLSDEDYNMLRTTAVNVIRHL  702 
Hs   512 TEDRRAFAARMAEIGEHVAPSEAGNSLEQAQAAAERLGYPVLVRAAFAVGGLGSGFASNREELSALVAPAFAHTSQ----------------------VLVDKSLKGWKEIEYEVVRDAYGNCVTVCNMENLDPLGIHTGESIVVAPSQTLNDREYQLLRQTAIKVTQHL  659 
         ****  *      * *  * *                * *   *     ** ***      *                                         *  **** * *  **   ***  * *** ** * *** ****** ***        *                     
 
                                                                                                                                                  [  T.gondii oligomerization indel 
Ec   658 GVETGGSNVQFAVNPKNGRLIVIEMNPRVSRSSALASKATGFPIAKVAAKLAVGYTLDELMNDITGGRTPASFEPSIDYVVTKIPRFNFEKFAGANDRLTTQMKSVGEVMAIGRTQQESLQKALRGLEVGATGFDPKV--------------------------------  418 
Tg   737 GIVG-ECNIQYALDPNSEKYYIVEVNARLSRSSALASKATGYPLAYIAAKLALGSTLVELSNSVTKET-TACFEPSLDYVVTKVPRWDLRKFESCDPLMGSAMKSVGEVMAIGRTFEESLQKALRMVDEKAGGFDESVCHFFSTDEDCAPSLPGSDFKTSSSGECMRGGC  904 
Pf   958 NIIG-ECNIQFGINPQTGEYCIIEVNARLSRSSALASKATGYPLAYISAKIALGYDLISLKNSITKKT-TACFEPSLDYITTKIPRWDLNKFEFASNTMNSSMKSVGEVMSIGRTFEESIQKSLRCIDDNYLGFSNTY-------------------------------- 1098 
Bb   789 GSVG-ECNVQFAVNPDTDDYFIVELNARLSRSSALASKATGYPLAYFAARIALGFDLVQMRNAITLVT-TACFEPSLDYIVVKIPKWDLRKFEYADNLLGSSMKSVGEVMSIGRTFEEAMQKALRMQVR-VLGFNSGV--------------------------------  926 
Tc   640 GIVG-ECNIQYGLDPTSHRYVVIEVNARLSRSSALASKATGYPLALVAAKIALGKGLFEIANGVTKTT-MACFEPSLDYIVVKVPRWDLSKFNMVSQNIGSMMKSVGEVMAIGRTFEEALQKALRMVDPSHTGFDVPP--------------------------------  780 
Lm   639 GIVG-ECNIQYGLDPFSHRYVVIEVNARLSRSSALASKATGYPLAHVATKIALGKGLFEITNGVTKTT-MACFEPSMDYIAVKMPRWDLHKFNMVSQEIGSMMKSVGEVMSIGRTFEEAMQKAIRMVDPSYTGFSIPD--------------------------------  778 
Sc   703 GVVG-ECNIQYALNPVSKDYCIIEVNARLSRSSALASKATGYPLAYTAAKLGLNIPLNEVKNSVTKST-CACFEPSLDYCVVKMPRWDLKKFTRVSTELSSSMKSVGEVMSIGRTFEEAIQKAIRSTEYANLGFNETD--------------------------------  838 
Hs   660 GIVG-ECNVQYALNPESEQYYIIEVNARLSRSSALASKATGYPLAYVAAKLALGIPLPELRNSVTGG--TAAFEPSVDYCVVKIPRWDLSKFLRVSTKIGSCMKSVGEVMGIGRSFEEAFQKALRMVDENCVGFDHTV--------------------------------  793 
         *  * *** *    *    *   * ********************  *** ***  *    *  *     * **** **   * ***** **        * ******** *******  *** *       **                                               
 
               ] 
Ec   801 ---SLDDPEALTKIRRELKDAGADRIWYIADAFRAG-LSVDGVFNLTNIDRWFLVQIEELVRLEEKVAEVG---ITGLNADFLRQLKRKGFADARLAKLAGVR-----------------EAEIRKLRDQYDLHPVYKRVDTCAAEFATDTA-YMYSTYEEECEANPSTD  558 
Tg   905 GRTDSGAERQAALLEAELRRPSPNRIWALALAFQLG-WTVDALHEKTKIDKWFLSKLQNINDIKRQLTQLT---LDDLTRADFFYIKKYGFSDRQIAQYLMNSPSAAA----------LSQFDVRRRRLHLGVRPSVKQIDTLAAEFPAHTN-YLYLTYQGIDDDVSPLA 1059 
Pf  1099 -----CIDWDEKKIIEELKNPSPKRIDAIHQAFHLN-MPMDKIHELTHIDYWFLHKFYNIYNLQNKLKTLK---LEQLSFNDLKYFKKHGFSDKQIAHYLSFNTSDNNNNNNNISSCRVTENDVMKYREKLGLFPHIKVIDTLSAEFPALTN-YLYLTYQGQEHDVLPLN 1253 
Bb   927 -----MSGADSEAITEALRHPTPDHVAAIARAFELG-MTVSDIHGLTKIDPWFLHRLHHLHILNAHLSILPS--LSSFTPAMMRYYKVYGFSDRQISREIVKSTVS--------------EDDVRELRKSWGIVPFVKVIDTMAAEYPAKTN-YCYLTYNGIESDVLPCG 1070 
Tc   781 ----RLEAKKNWDHMQDLKVPTPDRIFAICRALHEG-VSVETIHEMTRINLFFLNKLHKLILLQNHMLGQYKGKMNTMPRDCLLKMKANGFSDAQIAKYFLCT-----------------ADDVRESRMELKITPKVKQIDTVAGEIPASQCGFLYTSYNAYHDDVEFTE  923 
Lm   779 -----RFAGADFDYMEHIRHPTPYRLFAICRALLDG-HSAEELYQMTKITRVFLYKLEKLVRLSMATSTLYANRLTEMPRENLLSMKAHGFSDRQLAQLLNTT-----------------AADVRARRVELNVMPLIKQIDTVAGEYPAAQCCYLYSTYNAQRDDVPFTE  921 
Sc   839 ---------LDIDIDYELNNPTDMRVFAIANAFAKKGYSVDKVWEMTRIDKWFLNKLHDLVQFAEKISSFGT--KEELPSLVLRQAKQLGFDDRQIARFLDSN-----------------EVAIRRLRKEYGITPFVKQIDTVAAEFPAYTN-YLYMTYNADSHDLSFDD  979 
Hs   794 ----------KPVSDMELETPTDKRIFVVAAALWAG-YSVDRLYELTRIDRWFLHRMKRIIAHAQLLEQHR---GQPLPPDLLQQAKCLGFSDKQIALAVLST-----------------ELAVRKLRQELGICPAVKQIDTVAAEWPAQTN-YLYLTYWGTTHDLTFRT  932 
                          *  *          *              * *   **                                *  ** * *                             *  *      *  * *** * * **    * * **     *      



 
 
Ec   941 REK-----------------------------------------------------------------------------------------------------------------------------------------------------------------------  561 
Tg  1060 ATPSVSAVFAGARAEKRE-------------------------------------------------------------------------------------------------------------------------------------------------------- 1077 
Pf  1254 MKRKKICTLNNKRNANKKKVHVKNHLYNEVVDDKDTQLHKENNNNNNMNSGNVENKCKLNKESYGYNNSSNCINTNNINIENNICHDISINKNIKVTINNSNNSISNNENVETNLNCVSERAGSHHIYGKEEKSIGSDDTNILSAQNSNNNFSCNNENMNKANVDVNVLE 1423 
Bb  1071 PIDSK--------------------------------------------------------------------------------------------------------------------------------------------------------------------- 1075 
Tc   924 RM------------------------------------------------------------------------------------------------------------------------------------------------------------------------  925 
Lm   922 RM------------------------------------------------------------------------------------------------------------------------------------------------------------------------  923 
Sc   980 HG------------------------------------------------------------------------------------------------------------------------------------------------------------------------  981 
Hs   933 PH------------------------------------------------------------------------------------------------------------------------------------------------------------------------  934 
                                                                                                                                                                                    
 
Ec   944 --------------------------------------------------------------------------------------------------------------------------------------------------------------------------  561 
Tg  1078 -------------------------------------------------------------------------------------------------------------------------------------------------------------------------- 1077 
Pf  1424 NDTKKREDINTTTVFMEGQNSVINNKNKENSSLLKGDEEDIVMVNLKKENNYNSVINNVDCRKKDMDGKNINDECKTYKKNKYKDMGLNNNIVDELSNGTSHSTNDHLYLDNFNTSDEEIGNNKNMDMYLSKEKSISNKNPGNSYYVVDSVYNNEYKINKMKELIDNENL 1593 
Bb  1076 -------------------------------------------------------------------------------------------------------------------------------------------------------------------------- 1075 
Tc   926 --------------------------------------------------------------------------------------------------------------------------------------------------------------------------  925 
Lm   924 --------------------------------------------------------------------------------------------------------------------------------------------------------------------------  923 
Sc   982 --------------------------------------------------------------------------------------------------------------------------------------------------------------------------  981 
Hs   935 --------------------------------------------------------------------------------------------------------------------------------------------------------------------------  934 
                                                                                                                                                                                    
 
Ec   944 --------------------------------------------------------------------------------------------------------------------------------------------------------------------------  561 
Tg  1078 -------------------------------------------------------------------------------------------------------------------------------------------------------------------------- 1077 
Pf  1594 NDEYNNNVNMNCSNYNNASAFVNGKDRNDNLENDCIEKNMDHTYKHYNRLNNRRSTNERMMLMVNNEKESNHEKGHRRNGLNKKNKEKNMEKNKGKNKDKKNYHYVNHKRNNEYNSNNIESKFNNYVDDINKKEYYEDENDIYYFTHSSQGNNDDLSNDNYLSSEELNTD 1763 
Bb  1076 -------------------------------------------------------------------------------------------------------------------------------------------------------------------------- 1075 
Tc   926 --------------------------------------------------------------------------------------------------------------------------------------------------------------------------  925 
Lm   924 --------------------------------------------------------------------------------------------------------------------------------------------------------------------------  923 
Sc   982 --------------------------------------------------------------------------------------------------------------------------------------------------------------------------  981 
Hs   935 --------------------------------------------------------------------------------------------------------------------------------------------------------------------------  934 
                                                                                                                                                                                    
 
Ec   944 -----------------------------------------------------------------------------------------------IMVLGGGPNRIGQGIEFDYCCVHASLALREDGYETIMVNCNPETVSTDYDTSDRLYFEPVTLEDVLEIVRIEKPK  632 
Tg  1078 --------------------------------------------------------EENAETCRDDEDESLLRRLSKSSSARLRTGEGDAPGKQCFVVLGCGCYRIGSSVEFDWSAVSCVRTLRSLGHHAIVVNCNPETVSTDYDVSDRLYFEDLSLETVLNIWDIEAPA 1191 
Pf  1764 EYDDDYYYDEDEEDDYDDDNDDDDDDDDDGEDEEDNDYYNDDGYDSYNSLSSSRISDVSSVIYSGNENIFNEKYNDIGFKIIDNRNEKEKEKKKCFIVLGCGCYRIGSSVEFDWSAIHCVKTIRKLNHKAILINCNPETVSTDYDESDRLYFDEITTEVIKFIYNFENSN 1933 
Bb  1076 ----------------------------------------------------------------------------------------DSVSATSIVVLGCGPYRIGSSIEFDWVCCSCVKALRSLGHAAVIVNCNPETVSTDYDVRDRLYFDELTVEIVDAIYHFENPK 1157 
Tc   926 -----------------------------------------------------------------------------------------------YAVFGCGVYRIGNSVEFDYGGVLVARELRRLGKKVILINYNPETVSTDYDECDRLYFEEVSEETVLDILLKERIQ 1000 
Lm   924 -----------------------------------------------------------------------------------------------YAVLGCGVYRIGNSVEFDYGGVLVARELRRLGNKVILINYNPETVSTDYDECDRLYFDEVSEETVLDILTKERVR  998 
Sc   982 -----------------------------------------------------------------------------------------------VMVLGSGVYRIGSSVEFDWCAVTAVRTLRANNIKTIMVNYNPETVSTDYDEADRLYFETINLERVLDIYEIENSS 1056 
Hs   935 -----------------------------------------------------------------------------------------------VLVLGSGVYRIGSSVEFDWCAVGCIQQLRKMGYKTIMVNYNPETVSTDYDMCDRLYFDEISFEVVMDIYELENPE 1009 
                                                                                                          *** * **** * ***         **         * **********  *****     * *  *   *           
 
                                                                                                                                     ↓                    ↓ 
Ec  1019 GVIVQYGGQTPLKLARALEAAGVPVIGTSPDAIDRAEDRERFQHAVERLKLKQPANATVTAIEMAVEKAKEIGYPLVVRPSYVLGGRAMEIVYDEADLRRYFQTAVSVSNDAPVLLDHFLDDAVEVDVDAI-CDGEMVLIGGIMEHIEQAGVHSGDSACSLPAYTLSQEI  805 
Tg  1192 GVIISVGGQTPNTLCSALEKQGVRIVGTSVAAIDCCEDRHKFSRLCDELNIDQPRWKEFTDLRTAKAFCQEVGYPVLVRPSYVLSGAAMRVVTDDEQLDAFLKIAAVVSGESPVVISKFVENAKEVEFDSVACRGE-IVNFAISEHVENAGTHSGDATLILPGQKLYVET 1360 
Pf  1934 GVIIAFGGQTSNNLVFSLYKNNVNILGSVHKVLIVVKIGINF-RTYVILKIDQPKWNKFTKLSKAIQFANEVKFPVLVRPSYVLSGAAMRVVNCFEELKNFLMKAAIVSKDNPVVISKFIENAKEIEIDCVSKNGK-IINYAISEHVENAGVHSGDATLILPAQNIYVET 2101 
Bb  1158 GIVISVGGQTANNLALQFHSLGLPILGTSVESIDSCEDRYSFSEVVCSFGHDQTCMEEFTSFEGAKQFCTKVSFPVLVRPSYVLSGASMRVIVSFEELEKYLQTSAVVNREHPVVISKFIEKANEVEVETVWHLGYYTETTPLVEHVEHAGTHSGDATLILPAQNIFVGT 1327 
Tc  1001 GVVISLGGQIVQNMALRLKQHGLPILGTDPVNVDKAENRHKFSKMCDELGVLQPEWILSTIVEQVHEFCKQVGFPTLVRPSYVLSGSAMAVIASAADINRYLEEAALVSGEHPVVVSKYYEGAMEYDVDIVAHHGR-VLCYAICEHVENAGVHSGDATMFLPPQNTEKEV 1169 
Lm   999 GVVISLGGQIVQNMVLSLKKSGLPILGTDPANIDMAEDRNKFSKMCDNLGVPQPEWISATSVEQVHEFCDRVGYPALVRPSYVLSGSAMAVIANKEDVTRYLKEASFVSGEHPVVVSKYYEDATEYDVDIVAHHGR-VLCYGICEHVENAGVHSGDATMFLPPQNTDKDT 1167 
Sc  1057 GVVVSMGGQTSNNIAMTLHRENVKILGTSPDMIDSAENRYKFSRMLDQIGVDQPAWKELTSMDEAESFAEKVGYPVLVRPSYVLSGAAMNTVYSKNDLESYLNQAVEVSRDYPVVITKYIENAKEIEMDAVARNGE-LVMHVVSEHVENAGVHSGDATLIVPPQDLAPET 1225 
Hs  1010 GVILSMGGQLPNNMAMALHRQQCRVLGTSPEAIDSAENRFKFSRLLDTIGISQPQWRELSDLESARQFCQTVGYPCVVRPSYVLSGAAMNVAYADGDLERFLSSAAAVSKEHPVVISKFIQEAKEIDVDAVASDGV-VAAIAISEHVENAGVHSGDATLVTPPQDITAKT 1178 
         **    ***                 **     *  *    *          **                 *  *  ********* **                  **   ***  *    * *         *         ******* ******   * *       
 
Ec  1188 QDVMRQQVQKLAFELQVRGLMNVQFAVK-NNEVYLIEVNPRAARTVPFVSKATGVPLAKVAARVMAGKSLAEQGVTKEVIPPYYSVKEVVLPFNKFPGVDPLLGPEMRSTGEVMGVGRTFAEAFAKAQLGSNSTMKKHGRALLSVREGDKER--VVDLAAKLLKQGFELD  972 
Tg  1361 IRRVKKISQKLARALQVSGPFNIQFICK-QNDVKVIECNLRASRTFPFISKAFNVNLIDLATKVMIG-APVTPLPIHLMDLSFVCVKVPVFSFARLRGCDPVLGVEMRSTGEVACFGASKHEAFLKALISAGVPLPLEKRTILISAGPLWSKMELEPYFKILLDLGFTIY 1528 
Pf  2102 HRKIKKISEKISKSLNISGPFNIQFICH-QNEIKIIECNLRASRTFPFISKALNLNFIDLATRILMG-YDVKPINISLIDLEYTAVKAPIFSFNRLHGSDCILGVEMKSTGEVACFGLNKYEALLKSLIATGMKLP--KKSILISIKNLNNKLAFEEPFQLLFLMGFTIY 2267 
Bb  1328 HRAVKKITREFSRYLNYDGPFNVQYLCK-NNEIKIIECNLRASRTLPFISKTLNVNFIDQATRVMVG-SPARVHNIQLMDIDYVAVKVPVFSFHRLSPSHPVVGVDMKSTGEVVGFGANKYEALLKAMMASNVRLP--TSGMLISLDSDVRQVFDFSYCKDDIGIRLRRL 1493 
Tc  1170 MKRIYNTTALIAEELDVVGPMNIQFLFTKDKQLRVIEANIRSSRSVPFVSKTLGISFPAVMVSAFLSQHDSNLVPIKRARMTHIGCKASVFSFNRLAGADPILGVEMASTGEIGVFGRDKKEVFLKAMLCQNFRYP--QRGVFISCDVDAMAEDLCPTLS--ASDRFPVF 1335 
Lm  1168 MKRIYDSVNRIAEKLDVVGPMNVQFLLTAEGHLRVIEANVRKFRSVPFVSKTLGISFPSVMVSAFLARKDQNLVPIKRAKMTHIGCKASMFSFIPLAGADPILGVEMASTGEIGVFGRDKHEVFLKAMLCQNFRIP--KKGVFFSIDVDSQTEALCPYIQHLVGRGLKVY 1335 
Sc  1226 VDRIVVATAKIGKALKITGPYNIQFIAK-DNEIKVIECNVRASRSFPFISKVVGVNLIELATKAIMG-LPLTPYPVEKLPDDYVAVKVPQFSFPRLAGADPVLGVEMASTGEVATFGHSKYEAYLKSLLATGFKLP--KKNILLSIGSYKEKQELLSSVQKLYNMGYKLF 1391 
Hs  1179 LERIKAIVHAVGQELQVTGPFNLQLIAK-DDQLKVIECNVRVSRSFPFVSKTLGVDLVALATRVIMG-EEVEPVGLMTG-SGVVGVKVPQFSFSRLAGADVVLGVEMTSTGEVAGFGESRCEAYLKAMLSTGFKIP--KKNILLTIGSYKNKSELLPTVRLLESLGYSLY 1343 
                       *   ** * *           ** * *  *  ** **                                   *   *** ** * *  **  * ****   **    *  **         *                                   
 
          ↓                                                                  [  T. gondii Regulatory domain indel ]                    ↓ 
Ec  1355 ATHGTAIVLGEAGINPRLVNKVHEGRP-----------HIQDRIKNGEYTYIINTTSGRR------AIE----------------------------------------DSRVIRRSALQYKVHYDTTLNGGFATAMALNADATEKVISVQEMHAQIK             1073 
Tg  1529 ATEGTYRFLMNSVVRGQGTHLPGNASPASDS------GLRTPTTAESDADACIRAKYASRIIRVRKPIVGSNESHNGGHQSPHALSLIESGKVEMVINVPDSMNHRAGTNGYLMRRTATDCGVPLLTNVKVASMFVEALNKKEAKEAQGRSFWDIRSWDEYWPQKN     1688 
Pf  2268 ATEGTYDFYSKFLESFNVNKGSKFHQRLIK-----VHNKNAENISPNTTDLIMNHKVEMVINITDTLKT------------------------------------KVSSNGYKIRRLASDFQVPLITNMKLCSLFIDSLYRKFSRQKERKSFYTIKSYDEYISLV      2391 
Bb  1494 CYKGYIRIPFLINEVPASGASITKGLDVQS-----LLACSLQFFEDTIGDSLLHVGSSHKCGRLLCCTNLVRKVS------PRPVELMKSVVVHMFINAAGCAIPNRLSDGYVMRRAAVDNKVTLITCMKLAKLFIDALVMRHIRTSKGKLFFHNKSQQEYLN        1645 
Tc  1336 TSKQTSRVLADYGIPHTVLTQRHEDSE---------PTFDTAVAVKEKFDLVIQLRDKRQDFMLRRCTQ------------------------------------ENATADYWIRRLAVDYNHSLLTEPNVVRMFCETLDVDVKEIEIEPFRLYVPRVYNKMENDNYTML 1460 
Lm  1336 GTANTAAVLHEYGIECEVLLQRSELPSGDACESNRPAVYDEEVAKKEKFDLVIQLRDKRRDFVLRRCTR------------------------------------ETAPPDYWVRRLAVDYNIPLLTEPSLVKMFCEFMDLPASSIEVEPFRHYVPKIYHKVENNNCAML 1469 
Sc  1392 ATSGTADFLSEHGIAVQYLEVLNKDDDDQKS-----EYSLTQHLANNEIDLYINLPSANR-FRRPASYV---------------------------------------SKGYKTRRLAVDYSVPLVTNVKCAKLLIEAISRNITLDVSER---DAQT              1500 
Hs  1344 ASLGTADFYTEHGVKVTAVDWHFEEAVDGECP---PQRSILEQLAEKNFELVINLSMRGAGGRRLSSFV---------------------------------------TKGYRTRRLAADFSVPLIIDIKCTKLFVEALGQIGPAPPLKV---HVDC              1455 
             *                                                                                                          *  ** * *    * *                                             
 
Tc  1461 HRHKVGLCITSTNDSKVLAISLREEKIALTCFHACLGGIKNNSEEIAEQFRSIGSTSRAHRPPH 1524 
Lm  1470 RCHKVGLMITDNNGSKVLALRLSQEGLNITCFHGYLGGS--------D----IGQFEQAFQRP  1520 
 
 
 


